A new macrolide named acidiscalide (2), and a known protein synthesis inhibitor, cycloheximide (1), were isolated from the culture broth of a strain of actinomycete, Streptomyces acidiscabies, coded SCTA0002 collected from the coast of Okinawa. The structure of acidiscalide (2) was elucidated to be a glycosylated macrolide having a 24-membered ring on the basis of spectroscopic analysis. Although the stereochemistry could not be determined due to decomposition in the course of the study, it was confirmed that acidiscalide (2) possessed a new molecular scaffold.
Infectious diseases caused by multidrug-resistant bacteria and pathogenic fungi have become prevalent in the world [1, 2] . The involvement of a small group of bacteria named ESKAPE [3] in drug-resistant maladies has become a serious cause for concern to clinicians [4] . On the other hand, there has been a demand for new antifungal drugs against deep-seated mycoses, such as chronic pulmonary aspergillosis, which is mainly caused by the fungus Aspergillus fumigatus [5] . Bioprospecting for marine microorganisms as new sources of not only drug leads against infectious diseases caused by bacteria and fungi, but also anticancer agents has seen an increase in momentum [6] . Leading drug candidates from marine microorganisms include marizomib (salinosporamide A), which is currently undergoing phase 1 trial as an anticancer agent against multiple myeloma [7] .
Our collaborative efforts to discover new drug leads against multidrug-resistant bacterial and fungal diseases included an extensive screening of one million strains of marine microorganisms isolated from filtered seawater, sediments, coastal zones, and marine invertebrates in Okinawa. We used a multidrugresistant strain of Klebsiella pneumoniae in the presence of imipenem for the antimicrobial screening, and a comparative assay with two fungi, Saccharomyces cerevisiae and Cryptococcus laurentii, having different cell wall structures for the antifungal screening. Among the hits in the antifungal screening, a strain of Streptomyces acidiscabies, coded SCTA0002, was chosen for chemical characterization. Although the active principle in the fermentation product turned out to be cycloheximide (1), we isolated a new macrolide named acidiscalide (2) as the byproduct in this study. We describe the structure of the macrolide in this note.
After optimizing the culture conditions, strain SCTA0002 was grown in GA medium containing 10% seawater. The organic extract of the culture broth was separated on a silica gel column followed by silica HPLC to give cycloheximide (1) and a macrolide named acidiscalide (2, Figure 1 ). Cycloheximide (1) was readily identified as an antifungal principle by comparison with published data [8] .
Compound 2, showing a characteristic 1 H NMR spectrum, was isolated as an amorphous powder from the fraction neighboring the COSY and HSQC connectivity studies (Table 1, Figure 2 ) revealed seven substructures a-g, as described below. Substructure a is composed of a pair of diastereotopic methylene protons ( 2.74, 2.63, H-2ab), an oxymethine proton at  4.25 (H-3) coupled to H-2ab, and another methine at  3.66 (H-4) coupled to H-3 and a methyl at  0.978 (H-4Me).
Substructure b is made up of a doublet methyl at  1.23 (H-8Me), a downfield-shifted methine at  3.90 (H-8) attached to a carbon at  46.5, and an olefinic proton at  6.73 (H-7) coupled to a vinyl methyl at  1.90 (H-6Me,  12.2) with long-range coupling (J = 1.1 Hz), indicating the E geometry of the double bond.
Substructure c starts from a trans (J = 15.8 Hz) olefin at  6.15 (H-10) and 6.99 (H-11). The latter vinyl proton is adjacent to three consecutive methines at  2.65 (H-12), 3.38 (H-13), and 1.43 The last substructure g starts from an anomeric proton at  4.10 (H-1', 105.1) coupled to an oxymethine at  3.01 (H-2'), which in turn is coupled to another oxymethine at  3.17 (H-3'). This methine is connected to a methylene at  1.11 and 2.15 (H-4'ab), which shows a COSY cross peak to an oxymethine at  3.54 (H-5') coupled to a methyl at  1.27 (H-6'). By observing consecutive diaxial couplings for H-1'/H-2' (7.6 Hz), H-2'/H-3' (8.8 Hz), H-3'/H-4'a (11.4 Hz), and H-4'a/H-5 (11.1 Hz), the stereochemical arrangement of substructure g was elucidated to be a 4-deoxy--fucose moiety with a chair conformation.
The assembly of the above seven substructures a-g with the remaining four carbonyls, one quaternary oxygenated carbon at  80.5, and a methoxy group ( 3.43,  57.7) was confirmed from the following HMBC correlations (Figure 2 ). The presence of HMBC cross peaks for H-23/C-25, H-24Me/C-25, and H-26/C-24 denoted that substructure f was connected to e. Substructure g was connected to C-13 by observing two cross peaks for H-13/C-1' and H-1'/C-13. The sole methoxy group was attached to the 4-deoxyfucose moiety with the HMBC cross peaks (H-OMe/C-3' and H-3'/C-OMe). Therefore, the whole structure of 2 was elucidated as depicted in Figure 1 .
As the original isolate of acidiscalide (2) decomposed during the course of our study, we tried to produce the compound again. 
